its closest genetic lineage G-VIII (Table 1) . Moreover, the clades of G-VIII and G-IX separated 6 0 in the distance tree with an ND of >5% demonstrating the presence of two separate lineages (TA sporadically circulating in Bangladesh and its neighboring countries (10, 11, 13) . Remarkably, 6 7 the current vaccine strain (IND63/72) frequently used in Bangladesh is distantly related to newly 6 8 emerged G-IX in the phylogenetic trees with ND of 16.5-16.7%.
9
From the spatio-temporal dynamics of the lineages of Asia1, we can contend that both 7 0 contemporaneous and time relapsing emergence of different genetic lineages (G-I to G-VII) was 7 1 noticeable through chronologically distinct evolutionary phases tracing back to most recent 7 2 common ancestor (MRCA) states in five countries (TA Table 4 ). After 15 years since the well before the documentation of evolving new strains, possible root of which was located in founder evolutionary events with the epidemic spreading of Indian G-VIII viruses, firstly in support behind the idea that India acted as a crucial hub (posterior probability >85%) for 8 0 dissemination of viruses into Bangladesh with two independent introduction events (TA Figure   8  1 3). The sequences of combined clade of G-IX and G-VIII Bangladeshi isolates evolved at rate of 8 2
5.24×10
-3 nucleotide/site/year, which is significantly higher, compared to an overall substitution 8 3 rate of Asia1 3.824×10 -3 nucleotide/site/year.
4
Lineage specific consensuses of the VP1 sequences were compared (TA) which showed where hydrophobic Alanine was present in G-IX compared to hydrophilic Threonine in other 9 2
lineages. Alanine was also present at positions 58 and 86, which matches only with G-VIII.
3
The VP1 snapshot through reconstructing evolutionary parameters and migration
pathways inferred the genetic characteristics and evolutionary history that can help in the
understanding of a comprehensive picture of Asia1 lineages and evolutionary process operating
in this serotype. In case of the genesis of novel lineage BD-18 (G-IX), we can mention the Bangladesh estimated by at least >5% nucleotide divergence, along with the re-emergence of new genetic Group and evidence for a novel recombinant virus. Infect Genet Evol. Phylogeny and genetic diversity of foot and mouth disease virus serotype Asia1 in India during genome sequence of the circulatory foot-and-mouth disease virus serotype Asia1 in Bangladesh.
Genome Announc. 2017 Oct 26;5(43). coding region diversity of re-emerging lineage C foot-and-mouth disease virus serotype Asia1
from India. Arch Virol. 2015 Jul;160 (7):1751-9. to an Indian origin in about 2005. generated for this study are shown in bold letter and marked with (filled triangle) symbol. corresponding to year of sampling) was generated using TreeAnnotator in BEAST2 package and 
